ABSTRACT Lactobacillus delbrueckii subsp. bulgaricus is widely used in the production of yogurt and cheese. In this study, we present the complete genome sequence of L. delbrueckii subsp. bulgaricus ACA-DC 87 isolated from traditional Greek yogurt. Whole-genome analysis may reveal desirable technological traits of the strain for dairy fermentations.
restriction-modification systems, and proteins implicated in exopolysaccharide biosynthesis. The genome also carries one confirmed CRISPR array with a size of 761 bp, containing 11 spacers. Furthermore, 1,322 proteins with Pfam domains were identified. The COG annotation results revealed that approximately 87% of the protein-coding genes (1,284 proteins) were assigned to at least one functional category. The higher number of proteins were allocated to the category of translation, ribosomal structure and biogenesis (J: 8.5%), followed by the categories of amino acid transport and metabolism (E: 7.8%) and replication, recombination, and repair (L: 7.4%). Further analysis of the ACA-DC 87 genome sequence may decipher the technological potential of the strain toward its application in the production of fermented dairy products.
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